. Cell cycle pathway was affected in the BCa tissues compared with normal bladder tissues. Overrepresentation analysis using microarray raw data and DAVID database revealed altered genes (marked in red) involved in cell cycle pathway. The reference cell cycle pathway was from KEGG Pathway Database
Supplementary
. The p53 signalling pathway was affected in the BCa tissues compared with normal bladder tissues. Overrepresentation analysis using microarray raw data and DAVID database revealed altered genes (marked in red) involved in p53 signalling pathway. The reference p53 signalling pathway was from KEGG Pathway Database (http://www.kegg.jp/kegg/kegg1.html). Figure S3 . Significantly changed cell functions related with bladder cancer by mRNA microarray using bladder cancer tissues versus normal bladder tissues (ranking according to enrichment score). According GO analysis using the mRNA microarray data, the alteration of mitotic prometaphase (ranked 1), nucleosome assembly (ranked 4), cell division (ranked 6), M phase of mitotic cell cycle (ranked 7), mitosis (ranked 9), mitoic anaphase (ranked 12), mitotic cell cycle (ranked 14), cell proliferation (ranked 19), positive regulation of cell proliferation (ranked 22) was shown in the human bladder cancer (marked in red). HJURP was involved in these functions especially in the nucleosome assembly. CCK-8 assay was used to detect the proliferation of control-siRNA (black and green line) and HJURP-target-specific-siRNA (violet and red line) BCa cells. After pre-treatment with appropriate amount of RSV and DMSO for 12h, UM-UC-3 (C) and EJ (D) transfected with NC (black and green line) or HJURP KD (violet and red line) were allowed to grow at the indicated times and the cell viability was determined by CCK-8 assay. Statistical analysis for CCK-8 assay revealed that RSV and GW9662 could rescue the proliferation inhibition of BCa cells caused by HJURP KD, but showed no significant (n. s.) alterations in the control group. All values shown were mean ± SD of triplicate measurements and repeated three times with similar results. * p<0.05. Figure S8 . Alteration of MAPK pathway in HJURP-decreased BCa cells. Western blot analysis of phosphorylated ERK1/2 (p-ERK1/2), total ERK1/2 (t-ERK1/2), phosphorylated JNK (p-JNK), total JNK (t-JNK), phosphorylated p38 (p-p38) and total p38 (t-p38) in the UM-UC-3, EJ and T24 cells by siRNA treatment. Protein abundance of GAPDH was used as a loading control. Supplementary Table S2 . List of HJURP si-RNA sequences.
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